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Comparison of the Spearman correlation in a measure of diversity, π, to the Spearman correlation of fine-scale recombination rates across populations at different scales. Points with a single color are comparisons of two populations within the same continental group. Points with two colors are comparisons of populations from different continental groups. In general, the recombination rates are more correlated than the measure of diversity, but populations with more correlated measures of diversity tend to also have more correlated recombination maps. The lower correlation in recombination rates between pairs of non-African populations from the same continental group may be due to smaller effective population sizes, making inference more difficult, resulting in regression attenuation. Time in minutes to infer a recombination map for a simulated chromosome 1 with 196 haploids, using 32 cores for 10 replicate simulations. Results inferred by pyrho for each population are indicated by their three letter population code (see Table 1 ). Population specific 1KG maps are described in (15); DECODE is the sex-averaged DECODE recombination map (28); HapMap is described in (34); Hinch in (26); Wegmann in (27). Each panel is a different measure of correlation (Pearson in natural and log scales and Spearman) at a different scale (1 bp or 1 kb). .
Corr.
pyrho LDhat demo LDhat const Pear., 1bp
0.756 ± 0.032 0.536 ± 0.033 0.471 ± 0.034 Pear., 1kb
0.816 ± 0.039 0.778 ± 0.039 0.746 ± 0.043 Pear., 10kb
0.916 ± 0.020 0.921 ± 0.018 0.864 ± 0.026 Pear., log-scale, 1bp 0.687 ± 0.013 0.627 ± 0.012 0.610 ± 0.013 Pear., log-scale, 1kb 0.713 ± 0.014 0.669 ± 0.124 0.648 ± 0.013 Pear., log-scale, 10kb 0.811 ± 0.012 0.808 ± 0.010 0.791 ± 0.011
Spear., 1bp 0.659 ± 0.014 0.605 ± 0.014 0.597 ± 0.014 Spear, 1kb
0.689 ± 0.014 0.653 ± 0.014 0.640 ± 0.014 Spear, 10kb
0.794 ± 0.012 0.807 ± 0.012 0.799 ± 0.012
Table S1 Correlation on simulated data at different spatial resolutions.
The mean correlation across 100 simulations (± 2 standard errors) is reported, and the best performing method for each measure of accuracy is presented in boldface. We present results for our method, pyrho, as well as for LDhat using a demography-aware lookup Correlation between maps inferred on hg38 and those inferred on hg19 and lifted over to hg38. Pearson correlation is denoted by r with the subscript denoting whether it is in log-scale or natural scale. Spearman correlation is denoted by ρ. The amount of smoothing performed is denoted by the superscript. Population codes are listed in Table 1 
